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W 213 

W 213 

W 213 
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W 213 



Error Description 

Found intentionally skipped sequence 

Found intentionally skipped sequence 

Found intentionally skipped sequence 

Found intentionally skipped sequence 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <2 13> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <2 13> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <2 13> 

Artificial or Unknown found in <2 13> 

Artificial or Unknown found in <213> 

Artificial or Unknown found in <213> 



in SEQID (235 ) 

in SEQID (236 ) 

in SEQID (469 ) 

in SEQID (1295 ) 



in SEQ ID 
in SEQ ID 
in SEQ ID 
in SEQ ID 
in SEQ ID 
in SEQ ID 
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in SEQ ID 
in SEQ ID 
in SEQ ID 
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in SEQ ID 
in SEQ ID 
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in SEQ ID 
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(1571) 
(1572) 



Input Set: 



Output Set: 



Started: 2007-11-15 10:58:06.657 

Finished: 2007-11-15 10:59:11.659 

Elapsed: 0 hr(s) 1 min(s) 5 sec(s) 2 ms 

Total Warnings: 183 

Total Errors: 0 

No. of SeqIDs Defined: 17 35 

Actual SeqID Count: 17 35 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID (1573) 

W 213 Artificial or Unknown found in <213> in SEQ ID (1574) 

W 213 Artificial or Unknown found in <213> in SEQ ID (1575) 

W 213 Artificial or Unknown found in <213> in SEQ ID (1576) 

This error has occured more than 2 0 times , will not be displayed 



SEQUENCE LISTING 



<110> Primal, Inc. 

Gaitanaris, George A. 
Bergmann, John E. 
Gragerov, Alexander 
Jo hn , Ho hman n 
Li, Fusheng 
Madisen, Linda 
Mcllwain, Kellie L. 
Pavlova, Maria N. 
Vassilatis, Demetri 
Zeng, Hongkui 

<12 0> G PROTEIN COUPLED RECEPTORS AND USES THEREOF 

<130> 700128 . 4 0 1USPC 

<140> 10527265 
<141> 2007-11-15 



<160> 1735 

<170> Patentln version 3.3 

<210> 1 

<211> 560 

<212> PRT 

<213> Homo sapiens 

<400> 1 

Met Asp Leu Lys Thr Val Leu Ser Leu Pro Arg Tyr Pro Gly Glu Phe 
15 10 15 



Leu His Pro Val Val Tyr Ala Cys Thr Ala Val Met Leu Leu Cys Leu 

20 25 30 



Leu Ala Ser Phe Val Thr Tyr lie Val His Gin Ser Ala lie Arg lie 
35 40 45 



Ser Arg Lys Gly Arg His Thr Leu Leu Asn Phe Cys Phe His Ala Ala 
50 55 60 



Leu Thr Phe Thr Val Phe Ala Gly Gly lie Asn Arg Thr Lys Tyr Pro 
65 70 75 80 



lie Leu Cys Gin Ala Val Gly lie Val Leu His Tyr Ser Thr Leu Ser 
85 90 95 



Thr Met Leu Trp lie Gly Val Thr Ala Arg Asn lie Tyr Lys Gin Val 
100 105 110 



Thr Lys Lys Ala Pro Leu Cys Leu Asp Thr Asp Gin Pro Pro Tyr Pro 
115 120 125 



Arg Gin Pro Leu Leu Arg Phe Tyr Leu Val Ser Gly Gly Val Pro Phe 
130 135 140 



lie lie Cys Gly Val Thr Ala Ala Thr Asn lie Arg Asn Tyr Gly Thr 
145 150 155 160 



Glu Asp Glu Asp Thr Ala Tyr Cys Trp Met Ala Trp Glu Pro Ser Leu 
165 170 175 



Gly Ala Phe Tyr Gly Pro Ala Ala lie lie Thr Leu Val Thr Cys Val 
180 185 190 



Tyr Phe Leu Gly Thr Tyr Val Gin Leu Arg Arg His Pro Gly Arg Arg 
195 200 205 



Tyr Glu Leu Arg Thr Gin Pro Glu Glu Gin Arg Arg Leu Ala Thr Pro 

210 215 220 



Glu Gly Gly Arg Gly lie Arg Pro Gly Thr Pro Pro Ala His Asp Ala 
225 230 235 240 



Pro Gly Ala Ser Val Leu Gin Asn Glu His Ser Phe Gin Ala Gin Leu 
245 250 255 



Arg Ala Ala Ala Phe Thr Leu Phe Leu Phe Thr Ala Thr Trp Ala Phe 

260 265 270 



Gly Ala Leu Ala Val Ser Gin Gly His Phe Leu Asp Met Val Phe Ser 
275 280 285 



Cys Leu Tyr Gly Ala Phe Cys Val Thr Leu Gly Leu Phe Val Leu lie 
290 295 300 



His His Cys Ala Lys Arg Glu Asp Val Trp Gin Cys Trp Trp Ala Cys 
305 310 315 320 



Cys Pro Pro Arg Lys Asp Ala His Pro Ala Leu Asp Ala Asn Gly Ala 



325 330 335 



Ala Leu Gly Arg Ala Ala Cys Leu His Ser Pro Gly Leu Gly Gin Pro 
340 345 350 



Arg Gly Phe Ala His Pro Pro Gly Pro Cys Lys Met Thr Asn Leu Gin 
355 360 365 



Ala Ala Gin Gly His Ala Ser Cys Leu Ser Pro Ala Thr Pro Cys Cys 
370 375 380 



Ala Lys Met His Cys Glu Pro Leu Thr Ala Asp Glu Ala His Val His 
385 390 395 400 



Leu Gin Glu Glu Gly Ala Phe Gly His Asp Pro His Leu His Gly Cys 
405 410 415 



Leu Gin Gly Arg Thr Lys Pro Pro Tyr Phe Ser Arg His Pro Ala Glu 
420 425 430 



Glu Pro Glu Tyr Ala Tyr His lie Pro Ser Ser Leu Asp Gly Ser Pro 
435 440 445 



Arg Ser Ser Arg Thr Asp Ser Pro Pro Ser Ser Leu Asp Gly Pro Ala 
450 455 460 



Gly Thr His Thr Leu Ala Cys Cys Thr Gin Gly Asp Pro Phe Pro Met 
465 470 475 480 



Val Thr Gin Pro Glu Gly Ser Asp Gly Ser Pro Ala Leu Tyr Ser Cys 
485 490 495 



Pro Thr Gin Pro Gly Arg Glu Ala Ala Leu Gly Pro Gly His Leu Glu 
500 505 510 



Met Leu Arg Arg Thr Gin Ser Leu Pro Phe Gly Gly Pro Ser Gin Asn 
515 520 525 



Gly Leu Pro Lys Gly Lys Leu Leu Glu Gly Leu Pro Phe Gly Thr Asp 
530 535 540 



Gly Thr Gly Asn lie Arg Thr Gly Pro Trp Lys Asn Glu Thr Thr Val 
545 550 555 560 



<210> 2 

<211> 2131 

<212> DNA 

<213> Homo sapiens 

<400> 2 

agccccgcaa tctgttgata actcggtccc agctcggccg ctgccctcgc gaatggagag 60 

cgggtccccg gcggggggag cgcagcgcgt ctgtctccgg gagcgcggcc cggccgcccc 120 

ggcagccgct tcggccacag cagatgggag cagctcccgg actgcgcccg ccccgccgcg 180 

gtcaccctga ggccaggggc ccgggagcgc gacctcctgg ccgccgtctg ggactttgac 240 

cttccagagg ccatggaggc tggcggggag cagggcgcca cctgatcgcc tccccctgga 300 

cgcctcctcc agcggcgctc acgcttccgc aactttgcag cgctcatgga tctgaagaca 360 

gtgctctccc tgccccgcta cccaggggag ttcctgcacc ccgtggtgta cgcgtgcacg 420 

gccgtcatgc tgctctgcct cctggcctcc ttcgtcacct acatcgtgca ccagagcgcc 480 

atccgcatca gccgcaaggg ccggcacacg ctcctgaatt tctgcttcca cgcggccctg 540 

accttcactg tgttcgccgg cggcatcaat cgcaccaagt accccatcct gtgccaggcg 600 

gtgggcatcg tgctgcacta ttctacactg tccaccatgc tgtggatagg agtgaccgcc 660 

aggaacatct acaagcaggt gaccaagaag gcccctctgt gcctggacac agaccagcca 720 

ccgtacccca ggcagcccct gctcaggttt tacctcgtca gcggaggggt cccctttatc 780 

atctgtgggg tcacggctgc cacgaacatc aggaattacg ggacagagga cgaggacacg 84 0 

gcgtactgct ggatggcctg ggagcccagc ctgggcgcct tctacggccc agccgccatc 900 

atcaccctgg tcacctgtgt gtacttcctg ggcacctacg tgcagctgcg gcgccaccca 960 

gggcgcaggt acgagctgcg cacacagccc gaggagcagc ggcggctggc gacacccgag 102 0 

ggcggccgtg ggatccggcc aggcacccca cccgcacacg atgcccccgg cgcctccgtg 1080 

ctgcagaacg agcactcatt ccaggcacag ctgcgcgccg ccgccttcac gctgttcctg 1140 

ttcacggcca cgtgggcctt cggggcgctg gcggtgtcac agggccactt cctggacatg 1200 

gtcttcagct gcctgtacgg cgccttctgc gtgaccctgg gactcttcgt gctcatccac 1260 

cactgcgcca agcgtgagga cgtgtggcag tgctggtggg catgctgccc gccccgcaag 1320 

gacgcccacc ccgcacttga cgccaacggg gccgcgctgg gccgcgccgc ctgcctgcac 1380 

tcgccgggac tgggccagcc acggggcttc gcgcacccac cgggcccctg caagatgacc 1440 

aacctgcagg ccgcgcaggg ccacgccagt tgcctgtcac cggccacccc gtgctgcgcc 1500 



aagatgcact gcgagccact gacggcggac gaggcgcacg tgcacctgca ggaggagggc 1560 

gccttcgggc acgaccccca cctgcacggg tgccttcagg gcagaactaa gccgccctac 1620 

tttagccggc acccagcaga ggagcccgag tacgcctacc acatcccatc cagcctggat 1680 

ggcagccccc gcagctcgcg cacagacagc ccccccagct ctctggatgg cccggcgggg 1740 

acacacacgc tggcctgctg cacccagggc gaccccttcc ccatggtcac ccagcccgag 1800 

ggcagtgatg ggagccctgc cctctacagc tgccccacgc agccgggcag ggaggcagcg 1860 

ctcgggcccg gccacttgga gatgctgcgg aggacacagt ccctgccctt tggtggcccc 1920 

agccagaacg ggctgcccaa gggtaaattg ctagaaggcc tgccgtttgg caccgacggg 1980 

accggcaaca tccgaacggg accctggaaa aacgaaacta ctgtgtagat gggggcagag 2 04 0 

gacacggtgt tcctggagga gcttcagagc agagtggggg gcccatctgc cacatgaggt 2100 

cactgggggt accgaagtga ccccgccttt c 2131 



<210> 3 

<211> 578 

<212> PRT 

<213> Mus musculus 

<400> 3 

Met Thr Gin Trp Asp Leu Lys Thr Val Leu Ser Leu Pro Gin Tyr Pro 
15 10 15 



Gly Glu Phe Leu His Pro Val Val Tyr Ala Cys Thr Ala Val Met Leu 
20 25 30 



Leu Cys Leu Leu Ala Ser Val lie Thr Tyr lie Leu His Gin Ser Ala 
35 40 45 



lie Arg lie Ser Arg Lys Gly Arg His Ala Leu Leu Asn Phe Cys Phe 
50 55 60 



His Ala Ala Leu Thr Phe Thr Val Phe Ala Gly Gly lie Asn Arg Thr 
65 70 75 80 



Gin His Pro lie Leu Cys Gin Ala Val Gly lie Ala Leu His Tyr Ser 
85 90 95 



Thr Leu Ser Thr Met Leu Trp lie Gly Val Thr Ala Arg Asn lie Tyr 
100 105 110 



Lys Gin Val Thr Lys Lys Ala Leu Pro Cys Pro Gly Ala Asp Gin Pro 
115 120 125 



Pro Tyr Pro Lys Gin Pro Leu Leu Arg Phe Tyr Leu lie Ser Gly Gly 
130 135 140 



Val Pro Phe lie lie Cys Gly Val Thr Ala Ala Thr Asn lie Arg Asn 
145 150 155 160 



Tyr Gly Thr Glu Asp Glu Asp Val Ala Tyr Cys Trp Met Ala Trp Glu 
165 170 175 



Pro Ser Leu Gly Ala Phe Tyr Gly Pro Ala Ala Phe lie Ala Leu Val 
180 185 190 



Thr Cys Val Tyr Phe Leu Cys Thr Tyr Val Gin Leu Arg Arg His Pro 
195 200 205 



Glu Arg Arg Tyr Glu Leu Arg Glu Arg Thr Glu Glu Gin Gin Arg Leu 

210 215 220 



Ala Val Pro Glu Ser Gly His Arg His Gly Val Arg Pro Gly Thr Pro 

225 230 235 240 



Pro Thr Cys Asp Ala Leu Ala Ala Ser Gin Leu Gin Asn Glu His Ser 
245 250 255 



Phe Lys Ala Gin Leu Arg Ala Ala Ala Phe Thr Leu Phe Leu Phe Thr 
260 265 270 



Ala Thr Trp Thr Phe Gly Ala Leu Ala Val Ser Gin Gly His Phe Leu 

275 280 285 



Asp Met lie Phe Ser Cys Leu Tyr Gly Ala Phe Cys Val Thr Leu Gly 
290 295 300 



Leu Phe Val Leu lie His His Cys Ala Lys Arg Glu Asp Val Trp Gin 
305 310 315 320 



Cys Trp Trp Ser Cys Cys Pro Ser Arg Gly Asp Thr Ser Thr Thr Lys 
325 330 335 



Pro Gly Ala His Pro Thr Leu Asp Ala Asn Gly Asp Ala Leu Gly His 
340 345 350 



Thr Ala Cys Leu Gin Asp Ser Pro Cys Pro Gly Lys Leu Arg Gly Phe 
355 360 365 



Gly His Pro Pro Ala Ser His Cys Lys Met Thr Asn Leu Gin Ala Ala 
370 375 380 



Gin Gly His Val Ser Cys Leu Ser Pro Ala Thr Pro Cys Cys Ala Lys 
385 390 395 400 



Met His Cys Glu Gin Leu Met Glu Glu Glu Ala Ala His lie His Met 
405 410 415 



Ala Glu Glu Asp Val Tyr Pro His Asp Pro His Leu His Asp Pro His 
420 425 430 



Leu His Arg Cys Leu Lys Gly Arg Thr Lys Ser His Tyr Phe Ser Arg 
435 440 445 



His Gin Ala Ala Ala Ala Glu Arg Glu Tyr Ala Tyr His lie Pro Ser 
450 455 460 



Ser Leu Asp Gly Ser Pro His Ser Ser Arg Ser Glu Ser Pro Thr Ser 
465 470 475 480 



Ser Leu Glu Gly Pro Met Gly Met His Thr Leu Ala Cys Cys Ala Gin 
485 490 495 



Ala Asp Pro Phe Pro Met Val Ser Gin Pro Glu Gly Gly Asp Thr Ser 
500 505 510 



Pro Gly Leu Tyr Gly Cys Pro Pro His Leu Ser Pro Gly Pro Ala His 
515 520 525 



Leu Glu Met Leu Arg Arg Thr Gin Ser Leu Pro Phe Gly Gly Pro Ser 
530 535 540 



Gin Asn Gly Leu Leu Gin Gly Asp Val Arg Glu Gly Leu Pro Phe Gly 
545 550 555 560 



Thr Asp Gly Thr Gly Asn lie Arg Thr Gly Pro Trp Lys Asn Glu Thr 
565 570 575 



Thr Val 



<210> 4 

<211> 2049 

<212> DNA 

<213> Mus musculus 

<400> 4 

ccatggaagg ctgatcgatt gataagatcc agttatcact gaaaagacag gcaaggagat 60 

gcatcaggct ctactgaaac cagtcttggt tggcacagaa ccaacaaaga aaaaaaaaat 12 0 

ccagacccga gcagagcaag aagactgagc gagatgcaca cggtgactca cactggtgag 18 0 

cgcaccactt gagaagctgg ggcagctaca gactgagacc ctgccacaaa acaaatggaa 24 0 

acgaaaccac agatggagac gaggaagact acccaggaaa actgagtcga gagaagaacc 30 0 

gaggctgagg agatgactca gtgggatttg aagactgtcc tctccctgcc ccagtaccca 360 

ggggagttcc tgcatcctgt ggtgtatgcc tgcaccgcgg tcatgctcct gtgtctcctt 420 

gcctctgtca tcacctacat cttgcatcag agtgccatcc ggataagccg gaaaggccgg 480 

cacgcactcc tcaacttctg cttccacgcc gctctgacct tcaccgtgtt tgctggtggc 540 

atcaatcgca cccaacaccc catcctgtgc caagcagtgg gcattgctct gcactattcc 600 

acgctttcta ccatgctgtg gatcggtgtg actgctagga acatctacaa acaggtgacc 660 

aagaaggccc tgccatgtcc tggagcagac cagccaccgt accctaagca gcccttgctc 720 

aggttctacc tcatcagcgg aggggtccct ttcatcatct gtggggtcac agctgccaca 780 

aacatcagaa attatggcac cgaggatgag gacgtggcat actgctggat ggcctgggaa 84 0 

cccagcctgg gtgcgttcta tgggccggct gccttcattg ccctggtcac ctgcgtgtac 900 

ttcctctgca cctacgtgca gctgcggcgt cacccggagc gcaggtatga gctcagagag 960 

cgcacggagg agcagcagcg actggctgtg ccagagagcg gccatcgcca cggagtccgt 1020 

cccgggaccc cacccacctg tgatgccctg gctgcctcgc agctgcagaa cgagcattcc 1080 

ttcaaggctc agcttcgtgc cgctgccttc acactgttcc tgttcacagc tacatggacc 1140 

tttggggccc tggctgtgtc tcagggccac ttcctggaca tgatcttcag ctgtctgtac 1200 

ggcgccttct gcgtgacact gggactcttt gtacttatcc atcactgcgc caagcgggag 1260 

gacgtgtggc agtgctggtg gtcctgctgc ccttcccggg gagacacctc caccaccaag 1320 



cccggcgccc atcctacact cgatgccaac ggggatgcgc tggggcatac ggcctgcctg 1380 

caggactcac catgccctgg gaaactcaga ggttttggcc atccaccagc cagccactgc 1440 

aagatgacca acctgcaggc tgcccagggc catgtcagct gtctgtcacc tgccaccccg 1500 

tgctgtgcca agatgcactg tgagcagtta atggaggagg aggcggccca catccacatg 1560 

gctgaggagg acgtctaccc acacgatccc cacctgcatg accctcacct gcacaggtgc 1620 

ctcaagggca gaactaagtc ccactacttc agccggcacc aggcagctgc ggctgagagg 1680 

gagtatgctt accacatccc ctccagcctg gatggcagtc cccacagttc acgttcggag 1740 

agccccacca gctctctgga gggcccaatg gggatgcaca cattggcctg ctgtgcccag 1800 

gctgacccct tccccatggt cagccagcct gagggtggag acacaagccc tgggctctat 1860 

ggctgccccc cacacctatc cccaggccct gcccacttgg agatgctacg aaggacacag 1920 

tccctgcctt ttgggggccc cagccagaat gggctgctcc agggtgatgt tcgagaaggc 1980 

ctgccatttg gcactgatgg gacagggaac atccgaacag gaccctggaa aaatgaaact 2040 

acagtgtag 2 04 9 



<210> 5 

<211> 731 

<212> PRT 

<213> Homo sapiens 

<400> 5 

Met Ser Leu Phe Leu Ser Asn Leu Ser Thr Asn Asp Ser Ser Leu Trp 
15 10 15 



Lys Glu Asn His Asn Ser Thr Asp Leu Leu Asn Pro Pro Gly Thr Leu 
20 25 30 



Asn lie Tyr Leu Phe Cys Leu Thr Cys Leu Met Thr Phe Ala Ala Leu 
35 40 45 



Val Gly Ser lie Tyr Ser Leu lie Ser Leu Leu Lys Met Gin Asn Arg 
50 55 60 



Thr Val Val Ser Met Leu Val Ala Ser Trp Ser Val Asp Asp Leu Met 
65 70 75 80 



Ser Val Leu Ser Val Thr lie Phe Met Phe Leu Gin Trp Pro Asn Glu 
85 90 95 



Val Pro Gly Tyr Phe Gin Phe Leu Cys Thr Thr Ser Ala Leu Met Tyr 
100 105 110 



Leu Cys Gin Gly Leu Ser Ser Asn Leu Lys Ala Thr Leu Leu Val Ser 
115 120 125 



Tyr Asn Phe Tyr Thr Met His Arg Gly Val Gly Ser Gin Thr Ala Ser 
130 135 140 



Arg Arg Ser Gly Gin Val Leu Gly Val Val Leu Thr Val Trp Ala Ala 
145 150 155 160 



Ser Leu Leu Leu Ser Ala Leu Pro Leu Cys Gly Trp Gly Ala Phe Val 
165 170 175 



Arg Thr Pro Trp Gly Cys Leu Val Asp Cys Ser Ser Ser Tyr Val Leu 
180 185 190 



Phe Leu Ser lie Val Tyr Ala Leu Ala Phe Gly Leu Leu Val Gly Leu 
195 200 205 



Ser Val Pro Leu Thr His Arg Leu Leu Cys Ser Glu Glu Pro Pro Arg 
210 215 220 



Leu His Ser Asn Tyr Gin Glu lie Ser Arg Gly Ala Ser lie Pro Gly 

225 



